Supplementary Figure S2. Distribution and function of stage-common/specific DMGs at different stages.
(A-C) The bar plots in A, B and C show the number of the three-stage common DMGs for 1day/0h (a), 3day/1day (B) and 5day/3day (C). Up indicates increased methylation in comparison, while down represents decreased. (D) Venn-like diagram shows overlapping DMGs among three stages for each methylation type. (E) Stemness enrichment analysis (P < 0.05) of stage-specific DMGs in all methylation type. (F, G) Significantly enriched terms (FDR < 0.01) in KEGG pathway (F) and Gene Ontology (G) for stage-specific DMGs. FDR: false discovery rate. CC: cellular component. BP: biological process. MF: molecular function. Heatmap showing DNA methylation trend of CSC marker genes for mCHH, the methylation level of each gene in each row was normalized by Z score. These genes are categorized into three groups: 1day/0h (unique in 1day/0h stage), 3day/1day (unique in 3day/1day stage) and common (common DMGs in three stages). Each class of genes was performed hierarchical clustering according to Euclidean distance. Scale from blue to red indicates the normalized methylation level from low to high.
Supplementary Figure S6. DNA methylation level of CSC marker genes in different chromatin states.
Heatmap showing DNA methylation level of CSC marker genes for mCG/mCHG/mCHH in three chromatin states, the methylation level of each gene in each row was normalized by Z score. These genes are categorized into three groups: 1day/0h (unique in 1day/0h stage), 3day/1day (unique in 3day/1day stage) and common (common DMGs in three stages). Each class of genes was performed hierarchical clustering according to Euclidean distance. Scale from blue to red indicates the normalized methylation level from low to high. TssAFlnk: Flanking Active TSS; TxWk: Weak transcription; Enh: Enhancers. Supplementary Table S1 . Reads statistics and quality control of whole genome bisulfite sequencing. Note: Clean Reads Q20: reads low-quality bases (quality value ≤ 20 and the ratio of low-quality base more than 10%) were removed from the raw data. Clean Rate (%) = Clean Data Size (bp)/Raw Data Size (bp); Bisulfite Conversion Rate = 100% − methylation rate of Lambda DNA. The raw read files of each sample were available by the BIG Data Center under the accession code CRA001355 (http://bigd.big.ac.cn/gsa). The run name and accession id for each sample were shown in the table.
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